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Education:
Conservatoire National des Arts et Métiers, 2008-present
PhD Candidate in Bioinformatics

Johns Hopkins University, 2003-2005
MHS in Biostatistics

Utah State University, 1996-2003
BS in Statistics
BS in Computational Mathematics
Minor in Computer Science

Professional Experience:

Basic Research Program, SAIC-Frederick, Inc. at NCI Frederick,

Bioinformatics Group, BSP CCR Genetics Core: June 2010 - Present
Bioinformatics Analyst: Provide statistical and technical support to NCI
labs within the Center for Cancer Research. Main projects supported
include genome-wide association studies, whole exome sequencing
studies, population admixture studies, and development of bioinformatics

tools.

Basic Research Program, SAIC-Frederick, Inc. at NCI Frederick,

Bioinformatics Section, Laboratory of Genomic Diversity: Feb 2004 - June 2010
Bioinformatics Analyst: Collaborate on grant proposals, manuscripts, and
development of new statistical tools. Provide statistical and technical
support to the lab. Teach seminars and short courses on statistical
methodology. Review and implement new statistical methods. Administer

local servers.

Johns Hopkins University: Aug 2004 — Dec 2004

Teaching Assistant: Grade homework and tests for Statistical Reasoning

course.



Utah State University: Aug 2002 — May 2003
Teaching Assistant: Taught fundamental methods of statistical data
analysis in a business statistics recitation, and data management and
mathematical modeling of populations in two ecology laboratory sections.
Tutor: Tutored small groups and individuals in statistics.

Human Genetics Section, Laboratory of Genomic Diversity at NCI-Frederick:
Jun 2002 — Aug 2002
Cancer Research Training Assistantship: Statistical analysis of HLA
genetics in individuals with AIDS and various cancers.

Utah State University, Center for Persons with Disabilities, Biomedical Lab:

Jun 2001 — May 2002
Data Analyst: Statistical analysis of HLA genetics in families with autistic
children.

Technical Skills:
R scripting and statistical analysis
R package development
Data/database management
Word processing, including LaTeX and Word
Mac OS X, Windows, UNIX/Linux
Familiarity with other programming languages including SAS, C, SQL, & Perl

Organization Memberships:
American Statistical Association
American Society of Human Genetics
National Eagle Scout Association
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Software:
Warnes GR, Includes R source code and/or documentation contributed by Bolker
B, Lumley T, Johnson RC. gmodels: Various R programming tools for model

fitting, http://www.sf.net/projects/r-gregmisc

Maindonald JH, with hwexact() from Johnson RC. hwde: Models and tests for
departure from Hardy-Weinberg equilibrium and independence between

loci, http://wwwmaths.anu.edu.au/~jhonm

Patent:
Winkler CA, Kopp JB, Smith MW, Nelson GW, Johnson RC. Single Nucleotide
Polymorphism Associated with Renal Disease, PTC Patent Application, (PCT/
US2009/032754)
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